Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.002 Å; R factor = 0.048; wR factor = 0.130; data-to-parameter ratio = 41.7.
In the title hydrated salt, C 7 H 9 ClN + ÁCl À Á0.5H 2 O, the water O atom lies on a crystallographic twofold axis. In the crystal, the monoprotonated 4-chlorobenzylammonium cation forms N-HÁ Á ÁCl and N-HÁ Á ÁO hydrogen bonds and the water molecule forms O-HÁ Á ÁCl hydrogen bonds, generating layers lying parallel to the bc plane.
Related literature
For the properties of benzylamines, see: Markwardt et al. (2005) . For a related structure, see: Dhaouadi et al. (2008) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). Data collection: CAD-4 EXPRESS (Enraf-Nonius, 1994); cell refinement: CAD-4 EXPRESS; data reduction: XCAD4 (Harms & Wocadlo, 1995) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 (Farrugia, 1997) ; software used to prepare material for publication: WinGX (Farrugia, 1999) .
Supplementary data and figures for this paper are available from the IUCr electronic archives (Reference: HB5481).
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Comment
Derivatives of benzylamine were found to be competitive inhibitors of the proteolytic enzymes trypsin, plasmin, and thrombin. So, the 4-chlorobenzylamine is a strong thrombin inhibitor but only of low effectiveness against trypsin and plasmin for the hydrolysis of N-α-benzoyl catalyzed by these three enzymes. Relations between the chemical structure and the activity against trypsin, plasmin and thrombin were deduced by comparing the inhibitor constants (Markwardt, F. et al., 2005) . In this work, we report the crystal structure of the title compound (I). As shown in (Fig.1) , the asymmetric unit of (I) Fig. 1 . View of (I) with displacement ellipsoids for non-H atoms are drawn at the 30% probability level. 
